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Supplemental Data

UDSC (n = 6)
DSC (n = 6) Cirrhosis (n = 32) Early HCC (n = 32) Late HCC (n = 32) P value
1155 ± 1070 0.6 ± 0.5 a 30.9 ± 12.0 a 0.63 ± 0.4 a 0.6 ± 0.3 a < 0.001 (100%) 
Data are presented as mean ± standard deviation (percentage of overexpressed samples). ANOVA test was used, followed by Newman-Keuls multiple comparison test at 0.05 significance level. Expression levels of target genes in cultured stem cells and patients' sera were normalized to GAPDH and calculated using the Livak method (= 2 (-ΔΔCT) ) in comparison to normal controls.
UDSC, undifferentiated stem cell; DSC, differentiated stem cell; HCC, hepatocellular carcinoma a Significant difference from the UDSC group for the same gene expression at p < 0.05 b Significant difference from the DSC group for the same gene expression at p < 0.05 c Significant difference from cirrhotic group for the same gene expression at p < 0.05 d Significant difference from the early HCC group for the same gene expression at p < 0.05
Supplementary Figure S1 . Cluster analysis dendrogram showing the classification of the 96 patients. Results showed a clear cut of the two groups (cancer and non-cancer patients) with 100% separation. A less clear cut has resulted between the two groups of early and late hepatic cancer patients with 70% differentiation. Classification of patients shows that the gene data were quite enough to differentiate groups, despite some interference between the two groups of hepatic cancer.
